The data presented here are associated with the article "The blister fluid proteome of paediatric burns" (Zang et al., 2016) [1] . Burn injury is a highly traumatic event for children. The degree of burn severity (superficial-, deep-, or full-thickness injury) often dictates the extent of later scar formation which may require long term surgical operation or skin grafting. The data were obtained by fractionating paediatric burn blister fluid samples, which were pooled according to burn depth and then analysed using data dependent acquisition LC-MS/MS. The data includes a table of all proteins identified, in which burn depth category they were found, the percentage sequence coverage for each protein and the number of high confidence peptide identifications for each protein.
tables include the proteins associated with the biological processes of "wound healing" and "response to stress" as examples of highly relevant processes that occur in burn wounds.
& The blister fluid samples were pooled based on the depth classification, fractionated using 4 different methods, digested by trypsin and de-salted and enriched using Stage-Tips.
Experimental features

Data dependent acquisition LC-MS/MSGene ontology analysis
Data source location
Institute of Health and Biomedical Innovation (IHBI), Queensland University of Technology (QUT), Kelvin Grove, Queensland, Australia Data accessibility
Data is provided with this article
Value of the data
First and most comprehensive proteome of burn blister fluid that can be used to compare against other disease states/patient populations.
These data provide a reference list of known, observed proteins within paediatric burn blister fluid, which will be of interest for the burn wound research community and clinicians.
Qualitative evaluation of the biochemical differences between burns of different depths will enable future targeted quantitative analyses of protein abundance based on burn depth.
The dataset allows for extensive Gene Ontology (GO) term analysis of the burn blister fluid proteome and the interaction/interrogation of this proteome through the Cytoscape data file provided herein.
Data
Presented in this publication is an inventory of proteins identified in paediatric burn blister fluid (1% FDR corrected), and the depths at which they were detected (Supplementary Table S1 ). For each protein, the following elements are provided: the UniProt accession number; description; detected presence in three different burn depths (superficial, deep partial and full thickness); ProteinPilot confidence score; percent sequence coverage; and the number of Z95% confident peptides identified per protein. An example of the quality of the mass spectrometry data acquired is shown in Fig. 1 . The Gene Ontology (GO) enrichment analysis of the whole protein library categorised by biological processes, molecular functions and cellular components in response to burn injury is shown in Fig. 2 and provided online as a Cytoscape file. The proteins specifically involved in the GO term biological process annotations for 'wound healing' and 'response to stress' are shown in Tables A1 and B1. The total protein sequence coverage obtained and the corresponding MS2 spectra, with good y-ion series, of the underlined peptide are exemplified for burn relevant proteins, haemoglobin subunit alpha (B) and alpha-2 macroglobulin (C), respectively. Sequence coverage indicated by Z 95% confident peptides (green), Z 75% confident peptides (yellow), and Z 50% confident peptides (red). Grey amino acids were not detected. 
Experimental design, materials and methods
Methodology for blister fluid sample collection, sample preparation, liquid chromatography tandem mass spectrometry analysis, protein identification and GO analysis are described elsewhere [1] .
Liquid chromatography tandem mass spectrometry (LC-MS/MS)
The quality of mass spectrometry data acquired and subsequently analysed was of a high standard (Fig. 1) . The generation of complex and information rich ion chromatograms ensure that robust identifications of proteins are made (Fig. 1A) . Furthermore, data acquired for proteins of relevance to burn injury were also of a high standard, with excellent sequence coverage and y-ion and b-ion series in MS2 spectra (Fig. 1B and C) .
GO analysis
The over-represented biological processes (BP), molecular functions (MF), and cellular components (CC) were determined through Gene Ontology (GO) enrichment analysis of the whole blister fluid proteome using the BiNGO app within Cytoscape (Version 3.2.1, National Resource for Network Biology) (Fig. 2 and the Cytoscape file available online). Detected proteins within the two overrepresented GO terms, 'wound healing' and 'response to stress' were compared across three burn depths (Tables A1 and B1 , respectively). Subsets of these data with additional interpretation relevant to burn injury can be found elsewhere [1] .
Table A1
Distribution of significance level between burn severities for the biological process GO term, wound healing, and the burn depth that proteins associated with this GO term were detected. S¼ superficial thickness, D¼ deep partial thickness, F¼ full-thickness.
Biological process of wound healing
Adenylyl cyclase-associated protein 1
C4b-binding protein beta chain
Chloride intracellular channel protein 1
Heat shock protein beta-1 
Plasma protease C1 inhibitor
Distribution of significance level between burn severities for the biological process GO term, response to stress, and the burn depth that proteins associated with this GO term were detected. S¼ superficial thickness, D ¼ deep partial thickness, F¼ fullthickness.
Biological process of response to stress
Actin-related protein 2/3 complex subunit 3 ✓ X X O15511 Actin-related protein 2/3 complex subunit 5 
